control hFc or anti-Dll4. DN1, CD4 -CD8 -CD44 + CD25 -; DN2, CD4 -CD8 -CD44 + CD25 + ; DN3, CD4 -CD8 -CD44 -CD25 + ; DP, CD4 + CD8 + . Mean+/-SEM were plotted. t-test was performed between groups (***P<0.001; ****P<0.0001).
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SUPPLEMENTAL METHODS
Exome sequencing data analysis. Read alignment and processing were performed using OSA RNA sequencing and TCR analysis. RNA-Seq reads were mapped to the mouse mm10 transcriptome by OSA aligner (Hu et al., 2012) implemented in ArrayStudio software with 85% unique mapping rate on average. Quantification of gene expression and identification of fusion transcripts are also performed in ArrayStudio software. We then combined all unmapped reads and reads that mapped to TCR genes together to characterize TCR repertoire. These reads were analyzed by TCRklass (0.6.0) (Yang et al., 2015) with default option to get CDR3 profile and distribution. Here we used fraction of number of reads for top1 count compared to total clone reads to characterize the TCR clonality. If a sample has the fraction very close to 1, it has a dominant TCR clone in its TCR repertoire.
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